The table below summarises the geometric issues observed across the polymeric chains and their fit to the electron density. The red, orange, yellow and green segments on the lower bar indicate the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria. A grey segment represents the fraction of residues that are not modelled. The numeric value for each fraction is indicated below the corresponding segment, with a dot representing fractions <=5% The upper red bar (where present) indicates the fraction of residues that have poor fit to the electron density. The numeric value is given above the bar.
Mol Chain Length
Quality of chain 2 Entry composition i ○ There are 6 unique types of molecules in this entry. The entry contains 13473 atoms, of which 0 are hydrogens and 0 are deuteriums.
In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occupancy, the AltConf column contains the number of residues with at least one atom in alternate conformation and the Trace column contains the number of residues modelled with at most 2 atoms.
• Molecule 1 is a protein called Glycosyl hydrolases family 2, sugar binding domain protein. Residues are color-coded according to the number of geometric quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2 or more consecutive residues without any outlier are shown as a green connector. Residues present in the sample, but not in the model, are shown in grey.
Mol Chain Residues
• Molecule 1: Glycosyl hydrolases family 2, sugar binding domain protein Chain A:   MET  LYS  ALA  PRO  ARG  ILE  LEU  LEU  SER  LEU  LEU  PHE  SER  SER  LEU  LEU  LEU  GLN  ALA  HIS  ALA  L22  I23  R27  K28  W35  L69  D82  I98  Y102  T103  N104 • R272  P273  Q274  K313  G314  P315  R322  L323  L324  L325  R326  G327  T328  H329  A339  F360  I361  R362  L363  G364   •   L381  W384  C390   Y399  E412  R415  S419  P432  Q436  T437  F438  D452  P459  A464  E469  V477  T481  T499  I502  N503  E512  G515  E528  THR  GLY  ARG  K532   •   H560  L561  K562  E563  Q564  R569  W576  T577  F578  K579  K597  G598  V599  V600  P606   W617  L623  P631  S647  E653  L654  F655  V656  S660  V680  P681  T690  G696   •   R699  R711  K715  R718  L721  T722  Q723  T724  A725 •
Q726
• D727 A728 •   E729  T730  I731  L732  E736  L737  I738  D739  G742  I743  R744  R773  R781  A782  S783 L323  G327  T328  H329  A339  T342  E343  E344  M345  M346  R347  K354  F360  I361  R362  H365  Y366  Q367  D377  W384  E385  T408  N409  M410  I411  E412  Q413  H414  R415  N416  H417  P418  S419  V420  W423  N427  E428  N429  D430  W431  P432  F438  R444  H451   H455  D458  P459  T460  R461  I465 •
Full wwPDB X-ray Structure Validation Report 6D1P Xtriage's analysis on translational NCS is as follows: The largest off-origin peak in the Patterson function is 3.54% of the height of the origin peak. No significant pseudotranslation is detected.
5 Model quality i ○
Standard geometry i ○
Bond lengths and bond angles in the following residue types are not validated in this section: GOL, K, SCN, NA
The Z score for a bond length (or angle) is the number of standard deviations the observed value is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles). There are no chirality outliers.
Mol Chain
There are no planarity outliers.
Too-close contacts i ○
In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within the asymmetric unit, whereas Symm-Clashes lists symmetry related clashes. Continued from previous page... 5  A  2  0  0  0  0  5  B  2  0  0  0  0  6  A  430  0  0  18  1  6  B  385  0  0  24  2  All  All  13473  0  12212  169  2 The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including hydrogen atoms). The all-atom clashscore for this structure is 7.
Mol Chain Non-H H(model) H(added) Clashes Symm-Clashes

All (169) In the following table, the Percentiles column shows the percent Ramachandran outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the backbone conformation was analysed, and the total number of residues. 
Mol Chain
Protein sidechains i ○
In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a percentile score with respect to all X-ray entries followed by that with respect to entries of similar resolution.
The Analysed column shows the number of residues for which the sidechain conformation was analysed, and the total number of residues. There are no RNA molecules in this entry.
Mol Chain
5.4 Non-standard residues in protein, DNA, RNA chains i ○ There are no non-standard protein/DNA/RNA residues in this entry.
Carbohydrates i ○
There are no carbohydrates in this entry.
Ligand geometry i ○
Of 16 ligands modelled in this entry, 9 are monoatomic -leaving 7 for Mogul analysis.
In the following table, the Counts columns list the number of bonds (or angles) for which Mogul statistics could be retrieved, the number of bonds (or angles) that are observed in the model and the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond length (or angle) is the number of standard deviations the observed value is removed from the expected value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles). In the following table, the Chirals column lists the number of chiral outliers, the number of chiral centers analysed, the number of these observed in the model and the number defined in the Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns. '-' means no outliers of that kind were identified. There are no chirality outliers.
Mol Type Chain Res Link Chirals Torsions Rings
There are no torsion outliers.
There are no ring outliers. 
Other polymers i ○
There are no such residues in this entry.
Polymer linkage issues i ○
There are no chain breaks in this entry. There are no non-standard protein/DNA/RNA residues in this entry.
Carbohydrates i ○
Ligands i ○
In the following table, the Atoms column lists the number of modelled atoms in the group and the number defined in the chemical component dictionary. The B-factors column lists the minimum, median, 95 th percentile and maximum values of B factors of atoms in the group. The column labelled 'Q< 0.9' lists the number of atoms with occupancy less than 0.9. There are no such residues in this entry.
Mol
